Filtered a n/a n/a 31 30 24 27 21 24 23 n/a n/a Jacobson Full n/a n/a 40 160 147 114 101 97 49 b 37 21
Filtered c n/a n/a 35 117 100 82 66 57 29 b 18 10 a Some loops are removed by Jacobson et al. (2003) based on 1) the pH at which the protein was crystallized, 2) whether the loop interacts with heteroatom species (ligands or ions) and 3) the quality of the crystal structure in the prediction region.
b The original set in Jacobson's work has 71/40(full/filtered) decoy sets, but the current work using Jacobson's on-line decoy set which is incomplete (http://francisco.compchem.ucsf.edu/ jacobson/decoy.htm).
c Some loops are removed by Jacobson et al. for the same reasons listed above. Table S1 ). 
